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A mendments to the Claims 

I. (Currently Amended) A hybridization assay probe comprising an 
uUgunudiutiik whiih * tar get bindin g repin* from 1 8 to 35 bases in length that hybridizes to a target 
sequence present in forget nucleic acid derived from a Cryptosporidium parvum organism in a test 
sample under stringent conditions to form a probeitarget hybrid stable for detection, said 
oligonucleotide having au At le a sHQ contiguous b&zv region whiclris at l e ast 80% c o mp lementary 
to an at least 10 contiguous base l e gion pres e nt in the - target sequ e nc e , wherein the said target 
sequence ts being selected from the group consisting of SEQ ID NO:6, SEQ ID NO:10, SEQ ID 
NO: 14 and SEQ ID NO: 18, wherein said probe does not comprise a base region in addition to said 
target bindi n g region that is capable of stablv binding to said target nucleic acid under said 
conditions, and wherein said probe does not hybridize to nucleic acid derived from a 
Cryptosporidium muris, Cryptosporidium baileyi ot Q pto&poridiwn Cryptosporidium wrairi 
organism in di e t est sample to form a probe :non-target hybrid stable for detection under the said 
stringent conditions. 

Claims 2-10 (Canceled) 

I I . (Currently Amended) The probe of claim 1, wherein said probe contains ai 
least two base se qu e nc e s which regions that hybridize to each other when said probe is not 
hybridized to tine said target sequence under the stringent said conditions. 

12. (Currently Amended) The probe of claim 1, wherein said probe comprises 
o ne or mo r e at least one base sequences whi e h - d * region that does not Stably hybridize to nucleic 
acid derived from a Cryptosporidium parvum organi sm, oi to nucleic acid derived fr o m a non-target 
uiganism present in th e t es t sample, under the stringent £aj£ conditions. 
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13. Canceled 

14, (Original) The probe of claim 1 further comprising a detectable label, 
(Currently Amended) The probe of claim i H farther comprising a group of 

(Original) The probe of claim 15, wherein said interacting labels include a 
a quencher label. 

17. (Currently Amended) The probe of claim 1, wherein said o ligonucleotide 
target binding reg ion includes at least one ribonucleotide modified to include a 2 f -0-methyl 
substitution to the ribofuranosyl moiety. 

18* (Currently Amended) The probe of claim 1 9 wherein a pseudo peptide 
backbone joins at least a portion of the bases of said o ligonucl e otid e target binding region, 

19. (Currendy Amended) The probe of claim 1, wherein t h e - stringent said 
conditions comprise 100 mM succinic acid, 2% (w/v) LLS, 15 mM aldrithioI-2, 1.2 M LiCl, 20 mM 
EDTA 5 3% (v/v) ethyl alcohol (absolute), pH 4 J, and a test sample temperature of about 60 6 C. 

20. (Currently Amended) A hybridization assay The probe of claim 1 , comprising, 
an oligonucle o tide which hybridizes to a target sequence present in nucleic acid derived from a 
G ryptospo? idium pat vum organism in a t e st sample under - s t ring e nt conditions t o form a probc:targct 
hybrid stabli f u i dc t cctiuu> &aid oligonucleotide having s wherein _the base sequence -which of said 
target binding region is at least S0% complementary to the base sequence of the said target sequence; 
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whei e in the t aigd frequenc e lm & hasi acquai c c selected from the g r oup u^Uting uf SEQ ID NO:6, 
SEQ ID N O :10, SEQ ID NO: 14 and SEQ ID NO.IS, and wherein said probe does n o t hybiidUc to 
nucleic acid derived from a Q yptospot idium minis, Qypiwpo* idium bulky i at Crptosporidium 
wr uit i organism In the t eat sam p ltrto - fuuii a probc:nou-lM -g c t hybiid liable for -delgcikav under the 
stringent conditions. 

21. (Currently Amended) An oUgonuelcoiidc Xhs probe of claim 1 , which 
hybridizes to a target sequence pi^url in nucleic add d er ived from a Cryptosporidium parvum 
organism in a teat sample miJui strhigaiL lundilions to fo r m a probc:target hybrid stable for 
detection; wherein the base sequence of said probe is at least 80% complementary to the base 
sequence of Ac said target sequenc e, wherein the target sequence h whsuiad H u m llxi £iuup 
co nsis t ing of SEQ ID NO:6, GCQ ID NO.10, SEQ ID NO:14 and SEQ ID NO: 1 8, and wln i uu j>oid 
piobe does - not hybridize t o nucleic add deriv e d Com a Cryp t o s poridium mu? i& 9 Cryptosporidium 
bm hyi o r O ptuspui idium wi uu I uigdiiibm in the test sample to form a prube jion-targct hybrid 
st able fo r detecti o n und e r flic stiinguu conditio n s . 

22. (Currently Amended) An o ligonucleotide The probe of claim K which 
UybiidLxs to a target sequence pr e s e nt in nucleic acid d e xived from a Cryptosporidium purvurn 
o rganism in a t est sample under stringent conditions t o fo r m a pr obc:targct h ybrid sLabk for 
detecti o n, wherein the base sequence of said probe i$ fully complementary to the base sequence of 
the said target sequenc e, wherein the targ e t sequence is selected from die - group consisting of SEQ 
ID NO: 6- SEQ ID NO JO, SEQ ID - NO:14 and SEQ ID NO : 18> and wherein said piobe does not 
hybridize to nucl e ic acid derived from a Ci yptosporidium mmis 7 Ci ypm po ridiwn b aileyi or 
Ciptospor idium wrairi organism in the test sampli to funn a p r obe:non-target hybrid stable f o r 
detection under die btiingent conditi o ns . 
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23 . (Currently Amended) A probe mix comprising the gaid probe of claim 1 and 
a first helper oligonucleotide from 1 8 to 35 bases in leng th that hybridizes to having an at le as t 1 0 
contigu o us base legion which ia at least 80% complementary to an at least 10 c o ntiguous base region 
present in a target sequence selected from the group consisting of SEQ ED NO:29 s SEQ ID NO:33, 
SEQ ID NO:37 and SEQ ID NO:41 finder stringent conditions . 

Claims 24-28 (Canceled) 

29- (Currently Amended) The probe mix of claim 23 further comprising a second 
helper oligonucleotide from 18 to 35 bases in lengthjchaLi ivbridizes to having an al luusl 10 
co nti g u o us base r egion which is at l e ast 80% complementary to an at leaU 1 0 contiguous base regi o n 
pres e nt in a target sequence selected from the group consisting of SEQ ID NO:32, SEQ ID NO:36> 
SEQ ID NO:40 and SEQ ID NQ:44 under stringentjeo nditions. 

Claims 30-36 (Canceled) 

37. (Currently Amended) A method for detemrining the presence of a 
Cryptosporidium parvum organism in a test sample, said method comprising the steps of: 

contacting the said test sample with said probe of claim 1 under stringent conditions; 

and 

deteimining whether a probe:target hybrid has formed under th e ^uiiigent conditions 
as an indication of the presence of a Cryptosporidium parvum organism in the ga i d test sample. 

3 8, (Currently Amended) The method of claim 3 7 further comprising providing 
to fee said test sample a first amplification primer pligoTiucIeotide under amplification conditions, 
said first primer amplification oligonucleotide comprising a target bin ding region from 18 to 40 
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bases in lenet^ %t hvhridiyes to an ulmuuuckotidc liaviiiM ail at lnU 10 contiguous, haai ngiuii 
■wh ich ii> at lean 00% lumpluncntary to m at l e a st 1 0 contiguous base itigiou present ki a target 
sequence selected from Hie group consisting ofSEQ ED NO:48, SEQ ID NO:54, SEQ ID NO:60 and 
SEQ ID NO:66 under said amplification conditions, -whprren paid first amplification oligonucleotide 
i^e s not comprise a base region in additi o n to said target, binding region that is capable of Stably 
bindin g to a t ar get, nucleic arid containin g .-aid tarpet se quence under .said amplification conditjops, 
and wherein said primer first am plificat ion oligonucleotide optionally includes a 5' sequence which 
that i s recognized by an RNA polymerase or which that enhances initiation or elongation by an ENA 
polymerase. 

39. (Currently Amended) The method of claim 38 furtner romprising providing 
to the said test sample a second amplification p rim e r oligonucleo tide under said amplification 
conditions, yaid second a mp lification oligonucleotide comprising g jarget binding region , fi: , omJA 
to 40 bases in length that hybridizes to an olig o nucleotid e having an at least 10 contiguous base 
legluii wlii d i is at least 80% complemen t ary to an aL hum 10 lunliguum bata region pr esent in a 
target sequence selected fiom the group consisting of SEQ ED NO:45, SEQ ID NO:51 } SEQ ID 
NO:57 and SEQ ID NO:63 uncW said amplification conditions, wherein said second amplification 
oli gonucleotide does not comprise a base region in addition m said tar get hinding region that is 
capable of gtahlv hinding to a target nucleic a cid containing said target sequence. under said 
amplification conditions, and wherein said second amplifica t ion oligonucleotide optionally includes 
a 5' sequence that is recognized by an RNA polymerase or that enha nces initiation or eloilgaiipnjg 
an RNA p olymerase. 



40. (Currently Amended) The method of claim 38 further comprising providing 
to the said test sample a second amplification prima oli gonucleotide under amplification conditions, 
said second am plification oligonucleotide comprising a tarpet binding region from 1 8 to 40 bases 
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in length that hybridizes to all oligonucleotide having an at leas t 10 c o ntigu o us base r egion which 
i * > At le ast 80% com p IuiiuiUuy tu an at leas t 10 c o ntiguous bas e icgioii present in a target sequence 
selected from the group consisting of SEQ ID NO:46, SEQ ID NQ52, SEQ ID NO:58 and SEQ ID 
NO:^4 under said am plification conditions, wherein said s econd amplification oligonucleotide does 
not comprise a base region in additionto said target binding region that is capable of stablv binding 
to a target nucleic acid containing said target sequence under said amplific ation conditions, and 
wherein said second amplification oligonucleotide optionally includes_a 5 1 sequence that is 
recognized bv an RNA polymerase or that enhances initiation or elongation by an RNA polymerase 



Claims 41-49 (Canceled) 

50. (Currently Amended) A method for determining the presence of a 
Cryptosporidium parvum organism in a test sample, said method comprising the steps of: 

contacting the said test sample with said probe of claim 20 under stringent conditions; 

detennining whether a probe:target hybrid has formed tt nd e r t h e s t ringent conditions 
as an indication of the presence of a Cryptosporidium parvum organism in the said test sample. 

51, (Currently Amended) A method for determining the presence of a 
Cryptosporidium parvum organism in a test sample, said method comprising the steps of: 

contacting the said test sample with said probe of claim 21 under stringent conditions; 

and 

determining whether a probe:target hybrid has formed unde r th e s tr ingent conditions 
as an indication of the presence of a Cryptosporidium parvum organism in the sftid test sample. 
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52. (Currently Amended) A method for deteiraining the presence of a 
Cryptosporidium parvum organism in a test sample, said method comprising the steps of: 

contacting the said test sample with said probe of claim 22 under stringent conditions; 

and 

determining whether a probe:target hybrid has formed under the s tr ing e nt conditions 
as an indication of the presence of a Cryptosporidium parvum organism in the said test sample. 

53. (Currently Amended) A kit comprising, in packaged combination, first and 
second oligonucleotides for use in detennming the presence of a Cryptosporidium parvum organism 
in a test sample, each of said oligonucleotides barring- an at l e ast 1 0 contiguous base -r egion which 
1a At least flQ% complem e ntary to an at least 10 eon t r gtEcr us - base regi o n pres e nt in comprising a target 
binding region that hybridizes to a target sequence contained pres_ejot in target nucleic acid derived 
from a Cryptosporidium parvum organism under hybridization conditions, said target binding region 
of said first oligonucleotide being from 1 8 to 35 bases in length_and_said_target binding region of said 
second oligonucleotide being from 18 to 40 bases in length. 

whereinr said the target sequence of said first oligonucleotide is selected from the 
group consisting of SEQ ID NO:6, SEQ ID NO:10, SEQ ID NO: 14 and SEQ ID NOiISLt 

wherein said the target sequence of said second oligonucleotide is selected from the 
group consisting of SEQ ID NO:48 ? SEQ ID NO:54, SEQ ID NO:60 and SEQ ID NO:66Lt 

wherein neither of said first and second oligonucleotides comprises a base region in 
addition to said target binding region that is cap a ble of stably binding to said target nucleic acid 
under said conditions, and 

wherein said second oligonucleotide optionally includes a 5* sequence which that is 
recognized by an RNA polymerase or which that enhances initiation or elongation by an RNA 
polymerase. 
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Claims 54-58 (Canceled) 

59. (Currently Amended) Hie kit of claim 53 further comprising a third 
oligonucleotide, ■wherein said third o ligonucleotide has an at least 10 contiguous base, regi o n which 
is- a t- l e ast 80% c o mpl e m e ntary t o an at lea^t 10 contigu o us ba& e r e gion present in said third 
oligonucleotide comprising a target binding region from 1 8 to 40 bases in length that hybridizes to 
a target sequence contained present in target nucleic acid derived from a Cryptosporidium parvum 
organism under hybridization conditions, and whe r ein, "the said target sequence of said th ird 
olig o nucleotid e is being selected from the group consisting of SEQ ID NO:45, SEQ ID NO:51, SEQ 
ID NO:57 and SEQ ID NQ:63 . wherein said third oligonuc leotide doe s not compri se a base region 
in addition to said target binding Tegion that is c apable of stablv bindin g to said tar get nucleic acid 
under said conditions, and wherein said third oligonucleotide optionally includes a 5' sequence-ihat 
is recognized bv an RNA polymerase or that enhances initiation or elongation by an RNA 
polymerase . 

60. (Currently Amended) The kit of claim 53 further comprising a third 
oligonucleotide, ■ wh e r e in, said third olig o nucleotide lias an at least 10 c o ntiguous base region which 
is at least 80% complementary to an at - least 1 0 contiguous bas e reg i on picscut iu ?aid third 
oligonucleotide comprising a target binding reg ion from 1 8 to 40 bases in length that hybridizes to 
a target sequence contained present in target nucleic acid derived from a Cryptosporidium parvum 
organism irnder hybridization conditions,, and wherein the said target sequence of said third 
oligonucleoti d e is being selected from the group consisting of SEQ ID NO:46, SEQ ID NO:52, SEQ 
EDNO:58 and SEQ ID NQ:6 4. wherein said third oligonucleotide_do_e fi not com prise a base region 
in addition to said target binding region that is capable of stablv binding to said target nucleic acid 
under said conditions* and wherein said third oligonucleotide optionally inc ludes a 5' sequence that 
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is recognized bv an RNA polymerase or that e nhances initiation or elongation bv an RNA 
polymerase . 

Claims 61-83 (Canceled) 

84. (Currently Amended) A kit comprising, in packaged combination, first and second 
oligonucleotides for use in detennining the presence of a Cryptosporidium parvum organism in a test 
sample, each of said oligonucleotides having an at least 1Q 1 contiguous bas e region which is at leas t 
■ RO% r rtmpIft i ni^n t A i y t o *n m > teas* 1 0 ennt i gu o LLs ba&e region presen t in comprising a target binding 
region from 1 8 to 35 bases in length that hybridizes to a target sequence contained present in target 
nucleic acid derived from a Cryptosporidium parvum organism under stringent conditions . 

whereinr said ttns target sequence of said first oligonucleotide is selected from the 
group consisting of SEQ ID NO:6, SEQ ID NO: 10, SEQ ID NO: 14 and SEQ ID NO:lSj-and 

wherein said the target sequence of said second oligonucleotide is selected from the 
group consisting of SEQ ID NO:29, SEQ ID NO:33» SEQ ID NO:37 and SEQ ID NO:41 A 

wherein neither of said first and second oligonucleotides comprises a base region in 
addition to said target binding region that is capable of stably binding to said target nucleic acid 
under said conditions, and 

wherein said first oligonucleotide does not hybridize to nucleic acid derived frorn a 
Cryptosporidium muris. Cryptosporidium baileyi or Cryptosporidium wrairi organism to form a 
probe:non-target hybrid stable for detection under said conditions . 

Claims 85-86 (Canceled) 

87. (Withdrawn) The probe of claim 1, wherein the base sequence of said probe 
comprises the base sequence of SEQ ID NO:5, SEQ ID NO:9, SEQ ID NO: 13 or SEQ ID NO: 1 7. 
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S8. (Withdrawn) The probe of claim 1, wherein the base sequence of said probe 
consists of or is contained within the base sequence of SEQ ID NO:5, SEQ ID NO:9, SEQ ID NO: 13 
or SEQ IDNO:17. 

89. (Withdrawn) The probe of claim 1, wherein the base sequence of said probe 
consists of the base sequence of SEQ ID NO:5, SEQ IDNO:9, SEQ ID NO:13 or SEQ ID NO:I7. 

90. (Withdrawn) The probe of claim I ? wherein the base sequence of said probe 
comprises the base sequence of SEQ IDNO:7 5 SEQ ID NO:ll, SEQ ID NO: 15 or SEQ ID NO:19. 

9 1 . (Withdrawn) The probe of claim 1 , wherein the base sequence of said probe 
consists of or is contained within the base sequence of SEQ ID NO:7> SEQ ID NO; 11, SEQ ID 
NO:15orSEQlDNO:19. 

92. (Withdrawn) The probe of claim 1 5 wherein the base sequence of said probe 
consists of the base sequence of SEQ ID NO;7, SEQ ID NO:l I, SEQ ID NO:l5 ot SEQ ID NO:19. 

93 . (Currently Amended) The probe of claim 20, wherein said oligonucleotide has 
a: tbfi base sequence of said_target binding region which is -K>0% "fully complementary to the base 
sequence of the said target sequence. 

94. (Currently Amended) A probe mix comprising the said probe of claim 20 and 
a first helper oligonucleotide up to 35 bases in length and having a base sequence which that is at 
least 80% complementary to the ba$e sequence of a target sequence selected from the group 
consisting of SEQ ID NO:29, SEQ ID NO:33, SEQ ID NO:37 and SEQ ID NO:41_ wherein said first 
helper oligonucleotide hybridizes to said target sequence under st ringent conditions. 
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95* (Currently Amended) The probe mix of claim 94 further comprising a second 
helper oligonucleotide up to 35 bases in length and having a base sequence which that is at least 80% 
complementary to the base sequence of a target sequence selected from the group consisting of SEQ 
ID NO:32 ? SEQ ID NO:36, SEQ ID NO:40 and SEQ ID NO:4 4. wherein said second helper 
oligonucleotide hvbridi7es to said target sequence under stringent conditions , 

96. (Currently Amended) A probe mix comprising the said probe of claim 2 1 and 
a first helper oligonucleotide, wherein the base sequence of said first helper oligonucleotide is at 
least 80% complementary to the base sequence of a target sequence selected from the group 
consisting of SEQ ID NO:29 5 SEQ IDNO:33, SEQ ID NO:37 and SEQ ID NO:4 h wherein said first 
helper oligonucleotide hybridizes to said target sequence und er strin gent conditions . 

97. (Currently Amended) The probe mix of claim 96 further comprising a second 
helper oligonucleotide, wherein the base sequence of said second helper oligonucleotide is at least 
80% complementary to the base sequence of a target sequence selected from the group consisting 
of SEQ ID NO:32> SEQ ID NO:36, SEQ ID NO:40 and SEQ ID NO:4 4. wherein said second helper 
oligonucleotide hybridizes to said target sequence under stri ngent conditions . 

98. (Currently Amended) A probe mix comprising the said probe of claim 22 and 
a first helper oligonucleotide, wherein the base sequence of said first helper oligonucleotide is fully 
complementary to the base sequence of a target sequence selected from the group consisting of SEQ 
ID NO:29, SEQ ID NO:33, SEQ ID NO:37 and SEQ ID NO:4L 
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99. (Currently Amended) The probe mix of claim 98 further comprising a second 
helper oligonucleotide, wherein the base sequence of said second helper oligonucleotide is fully 
complementary to the base sequence of a target sequence selected from the group consisting of SEQ 
ID NO:32, SEQ ID NO:36, SEQ ID NO:40 and SEQ ID NO:44. 

1 00. (Withdrawn) The probe mix of claim 23, wherein the base sequence of said 
probe comprises the base sequence of SEQ ID NO:5, SEQ ID NO:9, SEQ ID NO:13 or SEQ ID 
NO: 17. 

1 0 1 - (Withdrawn) The probe mix of claim 23 , wherein the base sequence of said 
probe consists of or is contained within the base sequence of SEQ ID NO:5, SEQ ID NQ:9, SEQ ID 
NO: 13 or SEQ ID NO: 17. 

102. (Wimdrawn) The probe mix of claim 23, wherein the base sequence of said 
probe consists of the base sequence of SEQ ID NO:5, SEQ ID NO:9, SEQ ID NO:13 or SEQ ID 
NO: 17. 

1 03 . (Withdrawn) The probe mix of claim 23, wherein the base sequence of said 
probe comprises the base sequence of SEQ ID NO:7, SEQ ID NO:l 1, SEQ ID NO:15 or SEQ ID 
NO: 19. 

1 04. (Withdrawn) The probe mix of claim 23, wherein the base sequence of said 
probe consists of or is contained within the base sequence of SEQ ID NO:7, SEQ ID NO:l 1, SEQ 
ID NO:15 or SEQ ID NO:19. 
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105. (Withdrawn) The probe mix of claim 23 9 wherein the base sequence of said 
probe consists of the base sequence of SEQ IDNO:7, SEQ ID NO:l 1, SEQ ID NO:15 or SEQ ID 
NO:19. 

106. (Currently Amended) A probe naix comprising the probe of claim 93 and a 
first helper oligonucleotide up to 35 bases in length and having a base sequence which that is 100% 
fully complementary to the base sequence of a target sequence selected from the group consisting 
of SEQ ID NO:29 s SEQ ID NO:33, SEQ ID NO:37 and SEQ ID NO:4 L wherein said first helper 
oligonucleotide hybridizes to said target sequence under stringent conditions. 

107. (Currently Amended) The probe mix of claim 106 further comprising a 
second helper oligonucleotide yip to 35 bases in length and having a base sequence which that is 
+06% fully complementary to the base sequence of a target sequence selected from the group 
consisting of SEQ ID NO:32 ? SEQ ID NO:36, SEQ ID NO:40 and SEQ ID NO:4 4 wherein said 
secondhelper oligonucleotide hybridizes to said target sequence under stringent conditions . 

108. (Withdrawn) The method of claim 37, wherein the base sequence of said 
probe comprises the base sequence of SEQ ID Nt>:5, SEQ ID NO:9, SEQ ID NO: 13 or SEQ ID 
NO: 1 7. 

109. (Withdrawn) The method of claim 37, wherein the base sequence of said 
probe consists of or is contained within the base sequence of SEQ ID NO:5, SEQ ID NO:9, SEQ ID 
NO:13orSEQ IDNO:17. 
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1 10. (Withdrawn) The method of claim 37, wherein the base sequence of said 
probe consists of the base sequence of SEQ ID NO:5, SEQ ID NO:9, SEQ ID NO:13 or SEQ ID 
NO;17. 

111. (Withdrawn) The method of claim 37, wherein the base sequence of said 
probe comprises the base sequence of SEQ ID NO:7, SEQ ID NO: 1 1, SEQ ID NO: 15 or SEQ ID 
NO: 19. 

112. (Withdraw) The method of claim 37, wherein the base sequence of said 
probe consists of or is contained within the base sequence of SEQ ID NO:7, SEQ ID NO:l 1, SEQ 
ID NO:15 or SEQ ID NO:19, 

113. (Withdrawn) The method of claim 37, wherein the base sequence of said 
probe consists of the base sequence of SEQ ID NO:7, SEQ ID NO:l 1, SEQ ED NO:15 or SEQ ID 
NO:19, 

114. (Currently Amended) The method of claim 50 further comprising providing 
to fee said test sample a first amplification primer oligonucleotide under amplification conditions, 
said first primer amplification oligonucleotide comprising a target binding region from 1 S to 40 
bases in len gth that hybridizes to an olig o nucleotide having, a base se q uence a target sequence which 
is at least 80% complcni e uUij lo a base-sequence selected from the group consisting of SEQ ID 
NO:48, SEQ ID NO:54, SEQ ID NO:60 and SEQ ID NO:66 under said amplification conditions . 
wherein said first amplification oligonucleotide does not comprise a base region in addition to said 
target binding region that is capable of stably binding to a target nucleic^acid containing said target 
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sequence under said amplification conditions, and wherein said primer first_ainp1ification 
oligonucleotide optionally includes a 5* sequence wfetdh £hst is recognized by an RNA polymerase 
or which that enhances initiation or elongation by an RNA polymerase. 

115. (Currently Amended) The method of claim 1 14 further comprising providing 
to the gaid test sample a second amplification primer oligonucleotide under said amplification 
conditions, said second amplification oligonucleotide comprising a target binding regi on from 1 8 
to 40 bases in length that hybridizes to an nligonudeutldc having a base sequence a target sequence 
whi d i is a t least 80% lomplcmentary to a base sequence, selected from the group consisting of SEQ 
ID NO:45, SEQ ID NOiSl, SEQ ID NO:57 and SEQ ID NO:63 under said amplification conditions, 
wherein said second amplification oligonucleotide does not comprise a base re&ion in addition to 
said target binding region that is capable of stably binding to a target nucleic acid containing said 
target sequence under said amplification conditions, and wherein said second amplification 
oli gonucleotide optionally includes a 5 T sequence that is recognized by an RNA polymerase or that 
enhances initiation or elongation bv an RNA polymerase, 

116. (Currently Amended) The method of claim 114 further comprising providing 
to the said test sample a second amplification p rim er oli gonucleotide under said amplification 
conditions- said second amplification oligonucleotide comprising a target binding re gion from 1 8 
to 40 bases in length that hyfrpdizes to an oligmiudc .ni.i dE havi n g a bas e sequence a target sequence 
w hi c lris at least 80% complemen t ary to a base sequence selected from the group consisting of SEQ 
ID NO:46, SEQ ID NO:52 5 SEQ ID NO:5S and SEQ ID NO:64 under said amplification conditions, 
wherein said second amp lifi cation oligonucleotide does nqt comprise a base region in ftdffition to 
said target binding region that is capable of stahlv binding to a target nucleic acid containing said 
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forget sequence under said amplificatioTi conditions, and wherein said second amplification 
oligonucleotide optionally includes a 5' sequence that is recognized bv an RNA p olymerase or that 
enhances initiation or e longation bv an RN A polymerase. 

117. (Currently Amended) The method of claim 50, wherein said o ligonucleotide 
has a the base sequence which of said target binding region is 100% fullv complementary to the base 
sequence of the said target sequence. 

118. (Currently Amended) The method of claim 117 further comprising providing 
to the said test sample a first amplification prima oligonucleotide comprising a target binding region 
under amplification conditions, wherein the base sequence of said said fi r st p rimer comprising target 
finding region an- tt lig o nuileotide having a base s e quence which is 100% fully complementary to 
a £he base sequence of a target sequence selected from the group consisting of SEQ ID NO:48 9 SEQ 
ID NO:54, SEQ ID NO:60 and SEQ ID NO:66, 

wherein said target binding region hybridizes to said target sequence under said 
amplification conditions, 

wherein said first amplification oligonucleotide does not comprise a b ase region in 
addition to said target binding region that is capable of stably binding to a target nucleic acid 
containingLsaid target sequence under said amplification conditions, and 

wherein- said primer first amplification oligonucleotide optionally includes a 5' 
sequence which that is recognized by an RNA polymerase or which that enhances initiation or 
elongation by m RNA polymerase, 

119. (Currently Amended) The method of claim 118 further comprising providing 
to the said test sample a second amplification pi ' imu 1 Lumpiisiug oligonucleotide comprising a target 
bindingj^gion under said amplification conditions, wherein the base sequence of said targ et binding 
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region an - ■ o liguiiuclmUtla having a h&se sequ e nce which is 100% fully complementary to a ihe base 
sequence of a target sequence selected from the group consisting of SEQ ID NO:45, SEQ ID NO:51 s 

SEQ ID NO:57 and SEQ ID NO:63* 

wh^fftin yiifl target binding region hybridizes to said target seque nce under said 

amplification conditions. 

wh e rein said second amplification oligonu cleotide does not comprise a base region 
in addition to said target binding region that is capable of stablv binding to a target nucleic acid 
c ontaining said target sequence under said amplific ation conditions, and 

wherein said second amplification oligonucleotide optionally in cludes a 5 1 sequence 
that is recognized bv an RNA -polymerase or that enhances initiation or el ongation bv an SNA 
polymerase . 

1 20. (Cmxently Amended) The method of claim 118 further comprising providing 
to fee said test sample a second amplification pi ' Imer com p rising oligonucleotide comprising a target 
binding region under said amplification conditions, wherein the base sequence of said targ et binding 
region an o ligonucleotide having a base sequence which is 100% fully complementary to a ths base 
sequence of a target sequence selected from the group consisting of SEQ ID NO:46 3 SEQ ID NO:52, 
SEQ ID NO:58 and SEQ ID NO:64 A 

wherein said target binding region hybridizes to said target sequence under said 

amplification conditions. 

wherein said second amplificationo li gomicleotide does not compri se a hase region 
in addition to said target binding region that is capable of stably binding to a target nucleic acid 
containing said target sequence under said amplification conditions, and 

wherein said second amplification oligonucleotide optionally includes a 5 1 sequence 
that is recognized bv an RNA poly merase or t hat enhances initiation or elongation by an RNA 
polymerase . 
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121. (Currently Amended) The method of claim 5 1 further comprising providing 
to the said test sample a first amplification primer oligonucleotide comprising a target binding region 
under amplification conditions, wherein the base sequence of said first prim e r target binding region 
is at least 80% complementary to a £hs base sequence of a target s equence selected from the group 
consisting of SEQ ID NO:48 ? SEQ ID NO:54 ? SEQ ID NO:60 and SEQ ID NO:66, 

wherein said target binding region hybridizes to said target sequence under said 
amplification conditions. 

wherein said first amplification oligonucleotide does not comprise a base region in 
addition to said target binding region that, is capable of stably binding to a target nucleic acid 
containing said target sequence under said amplification conditions, and 

wherein said p rim e r first amplification oligonucleotide optionally includes a 5' 
sequence which that is recognized by an RNA polymerase or which that enhances initiation or 
elongation by an RNA polymerase. 

1 22. (Currently Amended) The method of claim 121 further comprising providing 
to the said test sample a second amplification prim er oligonucleotide comprising a target binding 
re gion under amplification conditions , wherein the base sequence of said second primer target 
binding re gon is at least 80% complementary to 3 die base sequence of a target sequence selected 
from the group consisting of SEQ ID NO:45 ? SEQ ID NO:5 1 , SEQ ID NO:57 and SEQ ID NO:63 A 

wherein said target bj fl flng region hybridizes to said target sequence under said 
amplification conditions. 

wherein said second amplification oligonucleotide does not comprise a base region 
in addition to said target binding region that is capable of stably binding to a target nucleic acid 
containing said target sequence under said amplification conditions, and 



Page 19 of 33 



PAGE 93/129 * RCVD AT 12123/2003 5:32:24 PM (Eastern Standard Time] * SVR:USPT0-EFXRF-1/4 * DNIS:8729306 * CSID:S584108922 * DURATION (mm-ss):32-34 



1 2-23-2003 15:41 FROM-Gon-Proba Inc. 



8584108922 



T-151 P. 026/061 F-294 



REPLY Serial No, 09/954,586 

Atty. Docket No, GP1 16-03 .UT 

wherein p aid second amplificat ion oligonucleotide optionally includes a 5' sequence 
tljat is reco gnized bv an RNA polymerase or that enhances initiation or elongation by an RNA 
polymerase . 

123. (Currently Amended) The method of claim 121 further comprising providing 
to lite gaid test sample a second amplification primer oligonucleotide comprising a target binding 
region under amplification conditions wherein the base sequence of said second prime r target 
finding reg ion is at least 80% complementary to * the base sequence of a target ggquence selected 
from the group consisting of SEQ IDNO:46, SEQ ID NO:52, SEQ ID NO:58 and SEQ ED NO:64 a 

wfarein said target binding region hybridize s to said target sequence under said 

amplification conditions, 

wherein said second amplification oligonucleotide does not comprise a base region 
in addition to said target binding resion that is capable of stablv binding to a target nucleic acid 
containing said target sequence under said am plification conditions, and 

wherein said second amplification oligonucleotide optionally i ncludes a 5' sequence 
that is recognized bv an RNA polymerase or that enhances initiatio n or elongation bv an RNA 
polymerase . 

124. (Currently Amended) The method of claim 52 further comprising providing 
to me said test sample a first amplification primer oligonucleotide comprising a target binding region 
under amplification conditions, wherein the base sequence of said first p r imer target binding region 
is fully complementary to a the base sequence ftf a target sequence selected from the group consisting 
of SEQ ID NO:48, SEQ ID NO:54, SEQ ID NO:60 and SEQ ID NO:66, 

wherein said target binding regi on hybridizes to said^target sequence under said 

amplification conditions, 
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wherein sftid first ampl ify™ pKfl™ucleotide does not comprise a base region in 
a ddition to said target binding Tftfrinn that i s capable of staWv binding to a target nuclgic ftcid 
con taining said target se q uence unde r said amplifiration conditions, and 

wherein said primer first amplification olig onucleotide optionally includes a 5 r 
sequence vAmh thaj is recognized by an RNA polymerase or wfefe fljai enhances initiation or 
elongation by an RNA polymerase, 

125. (Currently Amended) The method of claim 124 further comprising providing 
to the said test sample a second amplification printer oli gonucleotide comprising a target binding 
region unde r s implification conditions- wherein the base sequence of said target biffing region 
second prime r is fully complementary to a the base sequence pf a target sequence selected from the 
group consisting of SEQ ID NO:45, SEQ ID NO:5 1, SEQ ID NO:57 and SEQ ID NO:61 

wherein said target binding region hybridizes to said target sequence under said 

amplificati on conditions. 

whe rein said second am plification oligonucle otide does not comprise a base region 
i n addition m b«« 4 target binding region that is capa frfe of stablv binding to a tarret nucleic acid 
containing s ^id target sequence under said amp lification conditions, and 

wherein said second amp li ficati on oli gonucleotide optio nally includes a 5' sequence 
that is recognized bv ap , RNA polymerase or that enhan ces initiation or elongation by an RNA 
polymerase. 



126. (Currently Amended) The method of claim 1 24 further comprising providing 
to the said test sample a second amplification prime r oligonucleotide comprising a target binding 
re gion under amplification conditions, wherein the base sequence of said target binding region 
fr e ujud prim e r is fully complementary to a thg base sequence of a target sequence selected from the 
group consisting of SEQ ID NO:46, SEQ ID NO:52, SEQ ID NO:58 and SEQ ID NO:<H 
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wfrereirft said target binding region hybridize to sqid target sequence under said 
amplification conditions. 

wherein ssfld second amplification oligonucleotide does not comprise a base region 
in addition tp said targ e t, binding region that is capable of stably binding to a targ et ; nucleic ftcid 
con taining sa jd target sequence under said amplification conditions, and 

wherein said second amplification oligonucleotide optionally includes a 5 r seq uence 
that is recognized bv an RNA polymerase or that enhances initiation or elongation by an RNA 
polymerase . 

127. (Withdrawn) The kit of claim 53, wherein the base sequence of said first 
oligonucleotide comprises the base sequence ofSEQ ID NO:5> SEQ ID NO:9, SEQ ID NO; 13 or 
SEQIDNO:17. 

128. (Withdrawn) The kit of claim 53, wherein, the base sequence of $aid first 
oligonucleotide consists of or is contained within the base sequence of SEQ ID NO;5, SEQ ID NO:9, 
SEQ ID NO:13 or SEQ ID NO:17. 

129. (Withdrawn) The kit of claim 53, wherein the base sequence of said first 
oligonucleotide consists of the base sequence of SEQ ID NO:5, SEQ ID NO:9, SEQ ID NO:l3 or 
SEQIDN0:17. 

130. (Withdrawn) The kit of claim 53, wherein the base sequence of said first 
oligonucleotide comprises the base sequence of SEQ ID NO:7, SEQ ID NO:l 1, SEQ ID NO:15 or 
SEQ ID NO: 19. 
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131. (Withdrawn) Hie kit of claim 53, wherein Hie base sequence of said first 
oligonucleotide consists of or is contained within the base sequence of SEQ ID NO:7, SEQ ID 
NO:l 1, SEQ ID NO: 15 or SEQ ID NO:l9. 

132. (Withdrawn) The kit of claim 53, wherein the base sequence of said first 
oHgonucleoMe consists of the base sequence of SEQ ID NO:7, SEQ ID NO:ll, SEQ ID NO:15 or 
SEQIDNO:19. 

133. (Currently Amended) Thekit of claim 53, wherein th^se sequence of s a id 
H „^ r n,don of eachof said uUgui^lulidu, lm a Um, i Lfe bu oligonucleotide is at 

least 80% complementary to the base sequence of to said target sequence o f d said onfoimcleotjde . 

134. (Currently Amended) The kit of claim 53, wherein fl*Kqs R sequenced each 
^ «ritm of each of said uligaua c kuLi^ *l * u i i ifciu u whid > oligonucleotide 

is W6% My complementary to the base sequence of the said target sequence of^aid 
oUgonUfileoMe- 

135. (Currently Amended) The kit of claim 53, wherein the base sequence of each 
of said ^"^"tide olig o nucleotides is at least 80% complementary to the base sequence of the 
said target sequence of said oligonucleotide. 

136. (Currently Amended) The kit of claim 53, wherein the base sequence of each 
of said ^nnnnlentide o lig o nucleo t ides is fully complementary to the base sequence of the said 
target sequence of said oligornicleotide. 
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137. (Currently Amended) The kit of claim 59, wherein thff base sequence of said 
t^t bindm p region of each of said oUguuuck u lid^ lutt a U mi i^io u which oligonucle o tide is at 
least 80% complementary to the base sequence of the said target sequence of paid oligonucleotide . 

138. (Currently Amended) The kit of claim 59, wherein the base sequence of said 
bi nding reeion of each of said oli^uuudcotidLt, \m a Use logiun which oligonucleotide is 

100% fully complementary to the base sequence of Aw MM target sequence ofsaid oligonucleot i de - 

139. (Currently Amended) The kit of claim 59, wherein the base sequence of each 
of said oli gonucleotide o K aMiiud u athto is at least 80% complementary to the base sequence of the 
said target sequence nf rVHppnucleotide. 

140. (Currently Amended) The kit of claim 59 ? wherein the base sequence of each 
trf said nli pomicleotide ulig u imJeotidcs is fully complementary to the base sequence of the said 
target sequence of said olig onucleotide. 

141. (Currently Amended) The kit of claim 60, wherein the base sequence of said 
tflrc* hHinp repinn of each of said o%uuu0.o t idu> haj, a baaa r e gion which oligonucleotide is at 
least 80% complementary to the base sequence of the said target sequence of ff aid olirormclsotide. 

142 . (Currently Amended) The kit of claim 60, wherein Th<? bass sequence of said 
tary « hmAm ? region of each trf said oliguuudcotidei luu, a. Uut region which o l igonucleotide is 
+06% Ml complementary to the base sequence of the said target sequence nf sajd oliponucleotide . 
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143. (Currently Amended) Hie kit of claim 60, therein the base sequence of each 
of said t ^ n uac crt i d cs olig^el^ is at least 80% complementary to the base sequence of the 
gaid target sequence of said oligonucleotide. 

144. (Currently Amended) The kit of claim 60, wherein the base sequence of each 
<* .aid ^raM^ oligomidiotids is fully complementary to the base sequence of the said 
target sequence nf said oUgm nicleotids. 

145. (Withdrawn) Hie kit of claim 84, wherein me base sequence of said first 
oligonucleotide comprises the base sequence of SEQ ID NO:5, SEQ ID NO:9, SEQ ID NO:l3 or 
SEQIDNO:17. 

146. (Withdrawn) The kit of claim 84, wherein the base sequence of said first 
oHgonucleotide consists of or is contained within the base sequence of SEQ ID NO* SEQ ID NO:9, 
SEQ ID NO : 1 3 or SEQ ID NO : 1 7. 

147. (Withdrawn) The kit of claim 84, wherein the base sequence of said first 
oligonucleotide consists of the base sequence of SEQ ID NO; 5, SEQ ID NO:9, SEQ ID NO:13 or 
SEQIDNO:l7. 

148. (Withdrawn) The kit of claim 84, wherein the base sequence of said first 
oligonucleotide comprises the base sequence of SEQ ID NO:7, SEQ ID NO:l l, SEQ ID NO:l5 or 
SEQ ID NO: 19. 
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149 1 (Withdrawn) The kit of claim 84, wherein the base sequence of said first 
oligonucleotide consists of or is contained within the base sequence of SEQ ID NO:7, SEQ ID 
NO: 11, SEQ ID NO: 15 or SEQ ID NO: 19. 

150. (Withdrawn) The kit of claim 84 ? wherein the base sequence of said first 
oligonucleotide consists of the base sequence of SEQ ID NO:7> SEQ ID NO:l 1, SEQ ID NO:15 or 
SEQIDNO;19. 

1 5 L (Currently Amended) Hie kit of claim 84, wherein the base sequence of $ aid 
t arget binding region of each of said olisftnuclcotidcg has a bagercg w mt ' which oligonucleotide is at 
least 80% complementary to the base sequence of the said target sequence of saj j oligonucleot i de . 

1 52. (Currently Amended) Hie kit of claim 84, wherein the base sequence of said 
target binding region of each of said oli g onucl e o t ide s has - a base regio ir which oligonucleotide is 
1QQ% fully complementary to the base sequence of the gaid target sequence of said oligonucleotide . 

153 . (Currently Amended) The kit of claim 84, wherein the base sequence of each 
of said oligonucleotide oligonucleotid e s is at least 80% complementary to the base sequence of the 
Said target sequence of said oligonucleotide . 

1 54. (Currently Amended) The kit of claim 84, wherein the base sequence of each 
of said olig onucleotide oligon u cleo t ides is fully complementary to the base sequence of the ftaid 
target sequence of s^|d ol i gonucleotide . 

155. (Currently Amended) The kit of claim 84 further comprising a third 
oligonucleotide comp risin g a tqrget bindin g reg ion from lg to 35 bases iq jengfli thqt hybridizes to r 
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whe r ein said t hh ' d oKg o uuclc oti dfrfra s an - ari eas HO c on tiguo u s base regi o n wliicli is a t 1«k,H?0% 
co m p lementary tcfa a- at - l e as b lO ' fcont ig uoug ' base - iegi o n present in a target sequence c o n tained 

+ 

prepegt in target nucleic add derived from a Cryptosporidium paman organism under stringent 
coftditiofls, an d ■ whe re in t he sajd target sequence o f said iliird ' 0%onuclcotIde - is being selected from 
the group consisting ofSEQ ID NO:32, SEQ ID NO;36, SEQ ID NO:40 and SEQ ID NO:44. 

156. (Currently Amended) The kit of claim 155, wherein each of said 
oli gonucleotide oligonucleotid es has a base region which that is at least 80% complementary to the 
base sequence of the said target sequence of said olig onucl eotide , 

157. (Currently Amended) The kit of claim 155, wherein each of said 
oli gonucleotide o li&onmle u ti des has a base region -w hich that is 1 0 0% fully complementary to the 
base sequence of the sgid target sequence of said oligpnucleptide . 

158. (Currently Amended) The kit of claim 1 55, wherein the base sequence of each 
t>f said oligonucleotide o lig on ucle oti des is at least 80% complementary to the base sequence of the 
said target sequence of said olig onucleotide. 

159- (Currently Amended) The kit of claim 1 55 ? wherein the base sequence of each 
of said oligonucleotide o lig o nucle o tid e s is fully complementary to the base sequence of the said 
target sequence of said olig onucleoti de. 
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